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A moderately frequent HindIII polymorphism at the human NGFR locus (17q12 — 17q22)
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SOURCE/DESCRIPTION: The clone Lambdaé contains human NGFR
sequences cloned in the vector CH28 as described by Sehgal

et al. (1).

POLYMORPHISM: HindIII (AAGCTT) reveals allelic bands of 13 kb
and 8.3+4.7 kb with a constant band of 8.8 kb.

FREQUENCY: In 53 unrelated individuals:

13 kb allele 0.43
8.3+4.7 kb allele 0.57

NOT POLYMORPHIC FOR: BglII, PstI, MspI, Taql and Rsal when
tested with five individuals.

CHROMOSOME LOCALIZATION: The NGFR locus has been assigned to
17q12->179g22 with somatic cell hybrid analysis and in situ
hybridization (2). The HindIII site polymorphism reported
here shows tight genetic 1linkage to HOX2 and other 17q
markers.

MENDELIAN INHERITANCE: No significant deviation from Hardy-
Weinberg equilibrium has been observed. No departure from
Mendelian expectations in 39 offspring of segregating matings
was found.

PROBE AVAILABILITY: Request probe from M.V. Chao at above
address.

OTHER COMMENTS : The Lambdaé clone requires probe
prehybridization with human placental DNA. Stringencies of
hybridization and posthybridization washes are otherwise
normal.
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